ABSTRACT The genome sequence of the commercial probiotic strain "Bacillus polyfermenticus" GF423 was determined. Comparison of the 4.1-Mb genome sequence revealed Bacillus velezensis FZB42 as its closest relative. Based on the genome sequence, we propose that this probiotic strain be renamed Bacillus velezensis variant polyfermenticus.
98.7% gANI and 89.0% digital DNA-DNA hybridization, the latter of which was calculated using Genome-to-Genome Distance Calculator version 2.1, available at http:// ggdc.dsmz.de/distcalc2.php), which was formerly designated the type strain of B. amyloliquefaciens subsp. plantarum (12) but recently recognized as synonymous with B. velezensis (13, 14) . Nucleotide sequences in GenBank, especially those from Bacillus polyfermenticus 16S ribosomal genes, should thus be reevaluated to avoid misleading strain identification.
One of the physiological characteristics of B. polyfermenticus that distinguishes it from B. subtilis is its capacity to produce acids from lactose but not from D-turanose (2), which was also observed from the type strain of B. velezensis (15) . Additionally, this strain has the ability to ferment glucose to lactic acid (4). Our results emphasize the importance of genome sequence information for accurate species identification and elucidation of physiological characteristics of bacterial strains.
Data availability. This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under accession no. QOHQ00000000. The version described in this paper is the first version, QOHQ01000000.
